genome varied from ~12 Mbp (Chr10) to ~28 Mbp (Chr19) with an N50 size of ~19 136 Mbp ( Table 3; and RepeatScout 29 , was also used to construct repeat library. The elements identified 150 as unknown were searched against the transposase database. An in-house perl script 151 was used to include the sequences matching transposase into the relevant superfamily. 152 All the identified repeat libraries were searched against a plant protein database where 153 proteins from transposons were excluded. Elements with significant hits were filtered 154 using ProtExcluder 22 . The remained elements were merged to form a comprehensive 155 TE library. Repeatmasker 30 was used for the annotation of repetitive sequence. We 156 also identified the tandem repeats using the Tandem Repeat Finder (TRF) package 31 (Table 5) . 169 Among the SSRs, monomer were most dominant (38% of the total SSRs), followed 170 by dimer (26%), tetramer (16%), trimer (11%), pentamer (7%), and hexamer (3%), 171 respectively ( were also discarded. A total of 34,529 protein-coding genes with an average length of 3,295 bp were identified in the mango genome ( Table 6 ). The average CDS length 195 and exon number per gene were 1,143 and 5.6, respectively ( Table 6) . 196 The predicted genes were searched against Swiss-Prot 45 database using BLASTP 197 (e-value cutoff of 10 −5 ). The motifs and domains within gene models were identified 198 using InterProScan 46 . Gene Ontology terms for each gene were directly retrieved from 199 the corresponding InterPro entry. KAAS 47 web server was applied to perform 200 pathway analysis. All protein sequences were scanned with PfamScan 48 with Pfam-A 201 database 49 . A total of 90.71% gene models showed significant similarities to 202 sequences in the public databases ( Table 7) . software against the Rfam database 54 . In total, we identified 598 tRNA genes, 45 213 rRNA genes, 47 snoRNA genes, 200 snRNA genes, and 235 miRNA genes, 214 respectively ( Table 8) . 
Technical Validation
Assessment of the genome assembly. First, high-quality reads from NGS sequencing 224 were mapped to the genome assembly using BWA 17 . Our results revealed that nearly 225 88.19% Illumina reads were mapped to the genome assembly, among which 84.08% 226 were properly mapped (Table 9) . Second, the genome assembly was checked with 227 benchmarking universal single-copy orthologs (BUSCO) 55 from the Embryophyta 228 lineage. Results showed a total of 1343 core orthologs (93.3%) could be found in the 229 mango genome. Third, the RNA sequencing reads were assembled using Trinity 40 and 230 then aligned back to the assembled genome using GMAP 41 . Approximately 84.71% of 231 the transcripts could be mapped to the genome (Table 9 ). Finally, we assessed the 232 mango genome using the LTR Assembly Index (LAI) 56 , which evaluate the quality of 233 assembly by the amount of identifiable intact LTR retroelements. The LAI score of 234 mango is 13.05 ( Fig. 3) , indicating a high quality of genome assembly (draft quality, 235 with LAI score less than 10; reference quality, with LAI score ranges from 10 to 20; 236 and gold quality, with LAI score greater than 20). 196-197 (1950 Table 9 . Quality assessment of the mango genome assembly and genome 511 annotation.
Depth(x)
Frequency 0 1e+08 2e+08 3e+08 4e+08 5e+08
Random sequencing errors Homozygous peak 
Heterozygous peak K-mer

